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<140> 
<141> 

<150> 60/226996 
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<160> 26 



<170> Microsoft Office 97 

<210> 1 

<211> 1560 

<212> DNA 

<213> Glycine max 



<400> 1 

gaggcgttgg 

gcagccactg 

attcaaggaa 

ccactccatc 

ccgccacctt 

ggcccactca 

ggagtgggtc 

ccctgacccc 

cactaaagag 

cgcgcttccc 

cacgagcccg 

cggggatctg 

aaagaccgta 

tttggggttt 

ggctcggctc 

agcggacgag 

ggaccccacc 

ggcgcacctt 

gcagcgcata 

acggtggaga 

cgtgtgtggg 

taagatgaag 

gtgaaatttc 

tttggctttg 

aacaatttaa 

ggatacacaa 



atctggcact 
aaaagcagaa 
ttcgtcaagt 
accacccaaa 
cttccgccgt 
atgcctccag 
ctaccgctgc 
tcccttccgc 
ttacctgatg 
acttaccaga 
agcccgtggg 
ctcagaactt 
cattacctca 
gtgtacacgt 
gcgaaggagg 
aagcggcacg 
ggggcaatgg 
atgtacgatg 
ggcgtgtaca 
ttggagaagc 
ttggcgccga 
aagcatcatg 
agttaagact 
tgactatttt 
catggattgc 
ccagtaggac 



cgttttgctg 
aacaaaggga 
acaatagaca 
cccttccaca 
taaacgctgc 
aaaagaaaga 
tgaagcccgt 
atgaagagtt 
agtactttgt 
ccatgatcaa 
ccgtgtggac 
atttgtatct 
tttcagctgg 
cattccaaga 
gcggggatcc 
agaacgcgta 
tggccatagg 
gggatgaccc 
ccgccaacga 
ttgaaggatt 
ggattaggag 
gcgttaagtt 
taagagataa 
gagtttttgt 
gtgtaatgga 
ttttttgttg 



tggctgctct 
aagaacaagc 
cgtaatcaaa 
acttccgtgt 
ggtttccgcg 
aattttcaag 
ggagcaatgc 
cagccatcag 
ggtgctggtg 
caaccttgat 
ccgggcctgg 
ctctgggagg 
catggaccct 
gcgagcaaca 
agtgctggcg 
ctcaagaatc 
gaacatgatg 
caggctattc 
ctacgcagac 
gatggctgag 
gttgcaagaa 
cagttggatt 
gagatagagg 
ttgtaggtgg 
cattgttgga 
taacgtttgg 



ctgaaactga 
ttagccatgc 
accatgcaga 
tcttctagaa 
gcgccgttca 
tccttggagg 
tggcagccac 
gtgaaggagc 
ggtgatatgg 
ggagtgaaag 
accgccgagg 
gttgacatgg 
gggacagaca 
tttgtggcgc 
cgcctatgcg 
gtggagaagc 
gagaagaaga 
gagcactact 
atcttggagt 
gggaagcggg 
cgcgctgatg 
ttcaataaag 
tcaacgtgag 
catttttagt 
tccatggttg 
cttgcatatt 



aagcgaagca 
tgagtattat 
tacgaacctg 
aagcccacca 
aagcccggaa 
gatgggcctc 
aaaacttcct 
ttcgcgaacg 
tcaccgagga 
atgacagcgg 
aaaacagaca 
ctaaggtcga 
acaacccata 
acgggaacac 
ggaccatcgc 
ttctggaagt 
tcacgatgcc 
ccgctgtggc 
ttctcgttga 
cgcaggattt 
agcgagcgcg 
aattgctttt 
tcaacaggtt 
acgaataatg 
ttgttctggt 
agcttagc.tt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 



<210> 2 
<211> 405 



1 



<212> PRT 

<213> Glycine max 



<400> 2 

Met Leu Ser lie lie Phe Lys Glu Phe Val Lys Tyr Asn Arg His Val 
15 10 15 

lie Lys Thr Met Gin lie Arg Thr Cys His Ser lie Thr Thr Gin Thr 
20 25 30 

Leu Pro Gin Leu Pro Cys Ser Ser Arg Lys Ala His His Arg His Leu 
35 40 45 

Leu Pro Pro Leu Asn Ala Ala Val Ser Ala Ala Pro Phe Lys Ala Arg 
50 55 60 

Lys Ala His Ser Met Pro Pro Glu Lys Lys Glu lie Phe Lys Ser Leu 
65 70 75 80 

Glu Gly Trp Ala Ser Glu Trp Val Leu Pro Leu Leu Lys Pro Val Glu 
85 90 95 

Gin Cys Trp Gin Pro Gin Asn Phe Leu Pro Asp Pro Ser Leu Pro His 
100 105 110 

Glu Glu Phe Ser His Gin Val Lys Glu Leu Arg Glu Arg Thr Lys Glu 
115 120 125 

Leu Pro Asp Glu Tyr Phe Val Val Leu Val Gly Asp Met Val Thr Glu 
130 135 140 

Asp Ala Leu Pro Thr Tyr Gin Thr Met lie Asn Asn Leu Asp Gly Val 
145 150 155 160 

Lys Asp Asp Ser Gly Thr Ser Pro Ser Pro Trp Ala Val Trp Thr Arg 
165 170 175 

Ala Trp Thr Ala Glu Glu Asn Arg His Gly Asp Leu Leu Arg Thr Tyr 
180 185 190 

Leu Tyr Leu Ser Gly Arg Val Asp Met ala Lys Val Glu Lys Thr Val 
195 200 205 

His Tyr Leu lie Ser Ala Gly Met Asp Pro Gly Thr Asp Asn Asn Pro 
210 215 220 

Tyr Leu Gly Phe Val Tyr Thr Ser Phe Gin Glu Arg Ala Thr Phe Val 
225 230 235 - 240 

Ala His Gly Asn Thr Ala Arg Leu Ala Lys Glu Gly Gly Asp Pro Val 
245 250 255 

Leu Ala Arg Leu Cys Gly Thr lie Ala Ala Asp Glu Lys Arg His Glu 
260 265 270 

Asn Ala Tyr Ser Arg lie Val Glu Lys Leu Leu Glu Val Asp Pro Thr 
275 280 285 

Gly Ala Met Val Ala lie Gly Asn Met Met Glu Lys Lys lie Thr Met 
290 295 300 



2 



Pro Ala His Leu Met Tyr Asp Gly 
305 310 

Tyr Ser Ala Val Ala Gin Arg lie 
325 

Ala Asp He Leu Glu Phe Leu Val 
340 

Glu Gly Leu Met ala Glu Gly Lys 
355 360 

Leu Ala Pro Arg He Arg Arg Leu 
370 375 

Arg Lys Met Lys Lys His His Gly 
385 390 

Lys Glu Leu Leu Leu 
405 



Asp Asp Pro Arg Leu Phe Glu His 
315 320 

Gly Val Tyr Thr Ala Asn Asp Tyr 
330 335 

Glu Arg Trp Arg Leu Glu Lys Leu 
345 350 

Arg Ala Gin Asp Phe Val Cys Gly 
365 

Gin Glu Arg Ala Asp Glu Arg Ala 
380 

Val Lys Phe Ser Trp lie Phe Asn 
395 400 



<210> 3 
<211> 563 
<212> DNA 
<213> Zea mays 

<220> 

<221> unsure 
<222> (308) 

<220> 

<221> unsure 
<222> (458) 

<220> 

<221> unsure 
<222> (483) 

<220> 

<221> unsure 
<222> (494) 

<220> 

<221> unsure 
<222> (519) 

<220> 

<221> unsure 
<222> (521) 

<220> 

<221> unsure 
<222> (545) 

<220> 

<221> unsure 
<222> (550) 
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<220> 

<221> unsure 
<222> (557) 



<400> 3 

agcgaccaaa 

ctaccttcta 

acatggagta 

atcatcggca 

tcatagcagc 

ggacgaanag 

cctggagccg 

aaccgtcgga 

gcnccggggg 

gtcanagcgn 



cccgggcacc 
cgagtttgag 
tcctacaaac 
agaacaagag 
acggggacca 
caggaatgga 
tgggcggagg 
catctccgga 
caantgccga 
ccaacgntca 



tcgtctagct 
cagccatggc 
cagcaaatgc 
tcaccctccc 
cgaccatggc 
tggggtacct 
cgcacgtgct 
ccggcgcgct 
cccactgggt 

ggg 



cgccttccat 
ggcaacaaca 
taaagacagc 
acagatcatc 
cgtccctgtc 
ggccccggag 
gccgctgctg 
ggcgacangg 
gctggtggna 



ttcgtccctt 
ccactgcttg 
tactactgct 
cactggaggt 
ctcaagcggc 
aagctggagg 
aagcccgcgg 
ctcacaccgt 
natatacgag 



cctattcata 
ctgtggctgg 
tcaaatttgc 
gcaggagcag 
gggagaagca 
tgctagcaca 
aggagggtgg 
gccgcaactc 
gaggctgcca 



60 
120 
180 
240 
300 
360 
420 
480 
540 
563 



<210> 4 

<211> 110 

<212> PRT 

<213> Zea mays 

<220> 

<221> UNSURE 
<222> (75) 

<400> 4 

Met ala Ala Thr Thr Pro Leu Leu Ala Val Ala Gly His Gly Val Ser 
15 10 15 

Tyr Lys Pro Ala Asn Ala Lys Asp Ser Tyr Tyr Cys Phe Lys Phe Ala 
20 25 30 

Ser Ser Ala Arg Thr Arg Val Thr Leu Pro Gin lie lie His Trp Arg 
35 40 45 

Cys Arg Ser Ser His Ser Ser Thr Gly Thr Thr Thr Met ala Val Pro 
50 55 60 

Val Leu Lys Arg Arg Glu Lys Gin Asp Glu Xaa Gin Glu Trp Met Gly 
65 70 , 75 80 

Tyr Leu Ala Pro Glu Lys Leu Glu Val Leu Ala His Leu Glu Pro Trp 
85 90 95 

Ala Glu Ala His Val Leu Pro Leu Leu Lys Pro Ala Glu Glu 
100 105 110 



<210> 5 
<211> 880 
<212> DNA 
<213> Zea mays 

<400> 5 

cgtcggcacg agcggcacga gctcgtgccg cgtccactcc acagtcaccc accgccgcct 60 
cctccagcgt ccggcccgta cgccgcgcag ccaacccagc gggcacgatg caggcccacg 120 
gcatcgccat ccgcgcccgc gggccggtgg cggcgacgca ggcccccgcg cgccgacggc 180 
aatgccgcgt gtctgcggcg gcggtcggcg cgcccgccgc gcgcgcccgc gtgacgcact 240 
cgatgccgcc ggagaaggcg gaggtgttcc gctcgctgga gggctgggcg gcgcggtcgc 300 



4 



tgctgccgct 
cctcgtccga 
ccgacgagta 
accagaccat 
cctgggcggt 
gcaagtacat 
acctcat egg 
acacgagctt 
gggegcaegg 
cgaaacaaaa 



gctcaagccc 
gatgttcggg 
ettegtegtg 
gatcaacacg 
ctggacgcgc 
gtacctatcc 
ctccggcatg 
ccaggagcgc 
ggacgacttc 
egggttaagg 



gtggaggagt 
cacgaggtcc 
ctcgtgggcg 
ctcgacggcg 
gcctggaccg 
ggccgcgtcg 
gatcceggaa 
gcgacggccg 
ttggcgcgcg 
ggcatcctcc 



gctggcagcc 
gcgagctgcg 
acatggtcac 
tccgcgacga 
ccgaggagaa 
acatgegcat 
eggagaacaa 
tctcgcacgg 
cctgcgggac 
aagaagttgg 



ggeggactte 
cgcccgcgcc 
ggaagaggcg 
gaccggcgcc 
ccgccacggc 
ggtcgagaag 
cccgtacctg 
caacaccgcg 
caaccgccgc 



ctcccggact 
gcggggctcc 
ctgcccacgt 
agcaactgcc 
gacatcctcg 
accgtccagt 
ggcttcgtgt 
cggctcccca 
caacaagaaa 



360 
420 
480 
540 
600 
660 
720 
780 
840 
880 



<210> 6 
<211> 257 
<212> PRT 
<213> Zea mays 



<400> 6 

Met Gin Ala His 
1 



Gly lie Ala lie Arg Ala Arg 
5 10 



Gly Pro Val Ala Ala 
15 



Thr Gin Ala Pro 

20 



Ala Arg Arg Arg Gin Cys Arg 
25 



Val Ser Ala Ala Ala 
30 



Val Gly Ala Pro 
35 



Ala Ala Arg Ala Arg Val Thr 
40 



His Ser Met Pro Pro 
45 



Glu Lys Ala Glu 
50 



Val Phe Arg Ser Leu Glu Gly 

55 



Trp Ala Ala Arg Ser 
60 



Leu Leu Pro Leu 
65 



Leu Lys Pro Val Glu Glu Cys 
70 75 



Trp Gin Pro Ala Asp 
80 



Phe Leu Pro Asp 



Ser Ser Ser Glu Met Phe Gly 
85 90 



His Glu Val Arg Glu 
95 



Leu Arg Ala Arg 
100 



Ala Ala Gly Leu Pro Asp Glu 
105 



Tyr Phe Val Val Leu 
110 



Val Gly Asp Met 
115 



Val Thr Glu Glu Ala 
120 



Leu Pro Thr Tyr Gin Thr Met 
125 



lie Asn Thr Leu 
130 



Asp Gly Val Arg Asp Glu Thr 
135 



Gly Ala Ser Asn Cys 
140 



Pro Trp Ala Val 
145 



Trp Thr Arg Ala Trp Thr Ala 
150 155 



Glu Glu Asn Arg His 
160 



Gly Asp lie Leu 



Gly Lys Tyr Met Tyr Leu Ser 
165 170 



Gly Arg Val Asp Met 
175 



Arg Met Val Glu 
180 



Lys Thr Val Gin Tyr 
185 



Leu lie Gly Ser Gly Met Asp 
190 



Pro Gly Thr Glu 
195 

Gin Glu Arg Ala 
210 



Asn Asn Pro Tyr Leu 
200 

Thr Ala Val Ser His 
215 



Gly Phe Val Tyr Thr Ser Phe 
205 

Gly Asn Thr Ala Arg Leu Pro 
220 



5 



Arg Ala His Gly Asp Asp Phe Leu Ala Arg Ala Cys Gly Thr Asn Arg 
225 230 235 240 



Arg Gin Gin Glu Thr Lys Gin Asn Gly Leu Arg Gly lie Leu Gin Glu 
245 250 255 ■ 

Val 
257 



<210> 7 
<211> 463 
<212> DNA 

<213> Oryza sativa 
<220> 

<221> unsure 
<222> (334) 

<220> 

<221> unsure 
<222> (350) 

<220> 

<221> unsure 
<222> (358) 

<220> 

<221> unsure 
<222> (431) 

<220> 

<221> unsure 
<222> (434) 

<220> 

<221> unsure 
<222> (436) 

<220> 

<221> unsure 
<222> (444) 

<220> 

<221> unsure 
<222> (452) 

<220> 

<221> unsure 
<222> (463) 

<400> 7 

gtacctctcc ggccgcttcg acatggccga ggtggagcgc gccgtgcacc gcctcatccg 60 

ctccggcatg gccgtcgacc cgccgtgcag cccgtaccac gccttcgtct acacggcgtt 120 

ccaggagcgc gccacggcgg tcgcccacgg caacacggcg cggctggtcg gcgcgcgagg 180 

gcacggcgac gccgccctcg cccgcgtctg cggcaccgtc gccgccgacg agaagcggca 240 

cgaggccgcc tacacccgca tcgtctccag gctcctcgag gccgacccgg acgccggcgt 300 

gcgcgcggtg gcgcgcatgc tacggcgagg ggtnccccaa tgccgaactn ggcccatnct 360 

ccgacggccg ccgcgacgac ctctaacgcc tgcgtcggtg tcccctccgc cgaagcaggg 420 

ccgggacgta nagngnggtc ggantaactg gntcaatccg ten 4 63 
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<210> 8 
<211> 111 
<212> PRT 
<213> Oryza 



sativa 



<400> 8 
Tyr Leu Ser 
1 



Gly Arg Phe Asp Met ala Glu Val Glu Arg Ala Val His 
5 10 15 



Arg Leu lie Arg Ser Gly Met ala Val Asp Pro Pro Cys Ser Pro Tyr 
20 25 30 



His Ala Phe 
35 



Val Tyr Thr Ala Phe Gin Glu Arg Ala Thr Ala Val Ala 
40 45 



His Gly Asn 
50 



Thr Ala Arg Leu Val Gly Ala Arg Gly His Gly Asp Ala 
55 60 



Ala Leu Ala 
65 



Arg Val Cys Gly Thr Val Ala Ala Asp Glu Lys Arg His 
70 75 80 



Glu Ala Ala Tyr Thr Arg lie Val Ser Arg Leu Leu Glu Ala Asp Pro 
85 90 95 



Asp Ala Gly Val Arg Ala Val Ala Arg Met Leu Arg Arg Gly Val 
100 105 110 



<210> 9 
<211> 1483 
<212> DNA 
<213> Zea mays 



<400> 9 

gcacgagagc 

attcatacta 

tggctggaca 

aatttgcatc 

ggagcagtca 

agaagcagga 

tagcacacct 

aggcgtggca 

acgacgcgtg 

gcctggtggg 

gcttcgaggc 

gcggctggtc 

cgggccgcgt 

tggccatgaa 

gcgccaccgc 

tgctcgcccg 

cccgcatcgt 

acatgatgcg 

acctctacgc 

accgaagcat 

tctccggcga 

ggatggagga 

cgtttagctg 



gaccaaaccc 
ccttctacga 
tggagtatcc 
atcggcaaga 
tagcagcacg 
cgaagagcag 
ggagccgtgg 
gccgtcggac 
ccgcgagctc 
caacatgatc 
cgtgcgcgac 
cgccgaggag 
cgacatgcgc 
cgccgccagg 
catctcgcac 
cgtatgcggc 
cgccaagctc 
ccaccggatc 
ccactacgcc 
cctggagcac 
ggggaggcgc 
gaaggcccat 
gatcttcgat 



gggcacctcg 
gtttgagcag 
tacaaaccag 
acaagagtca 
gggaccacga 
gaatggatgg 
gcggaggcgc 
atgctcccgg 
cgcgcgcggg 
actgaggagg 
ctcaccggcg 
aaccgccacg 
caggtcgacc 
agcccctacc 
ggcaacatgg 
gccatcatgg 
ttcgaggtcg 
accatgccgg 
gccgccgcgc 
ctcatacggc 
gcgcgggact 
gacagggcgg 
agatccgtca 



tctagctcgc 
ccatggcggc 
caaatgctaa 
ccctcccaca 
ccatggccgt 
ggtacctggc 
acgtgctgcc 
acccggcggc 
cggccagcgt 
ccctgcccac 
ccgactccac 
gcgacgccct 
gcaccgtgca 
acggcttcat 
cgcggcacgt 
ccgacgagaa 
acccggacgc 
cagcgctcat 
agcagaccgg 
agtggcgcgt 
acgtgtgcgg 
cccagaccca 
atgtcgtgat 



cttccatttc 
aacaacacca 
agacagctac 
gatcatccac 
ccctgtcctc 
cccggagaag 
gctgctgaag 
gctgggcgac 
gcccgacgcc 
gtaccagagc 
cgcctgggcg 
cagccactac 
ccgcctcatc 
ctacgtcgct 
cggcgcgcac 
gcgccacgag 
ggccgtgcgc 
gaccgacggc 
cgtgtacact 
ggaggagctc 
gctgccgcac- 
gaaaaagccc 
tccgtaattt 



gtcccttcct 
ctgcttgctg 
tactgcttca 
tggaggtgca 
aagcggcggg 
ctggaggtgc 
cccgcggagg 
gagggcttcc 
cacctggtgt 
gtgcctaacc 
cgctggatcc 
atgtacctct 
gcctccggca 
ttccaggagc 
ggcgaccacg 
accgcataca 
gcgctcggct 
cgcgacgccc 
gcgtctgact 
gcggcggggc 
aagatccgga 
acgtctgtcc 
tcctcaaaaa 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
• 780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
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aaattgagaa tcaggttatg cttagaggtg cattcactgt tgtgtggatt atccttgcaa 1440 
taaaaaaaca acgccttgcg ggtgaaaaaa aaaaaaaaaa aaa 1483 



<210> 10 

<211> 424 

<212> PRT 

<213> Zea mays 

<400> 10 

Met Ala Ala Thr Thr Pro Leu Leu Ala Val Ala Gly His Gly Val Ser 
15 10 15 

Tyr Lys Pro Ala Asn Ala Lys Asp Ser Tyr Tyr Cys Phe Lys Phe Ala 
20 25 30 

Ser Ser Ala Arg Thr Arg Val Thr Leu Pro Gin lie lie His Trp Arg 
35 40 45 

Cys Arg Ser Ser His Ser Ser Thr Gly Thr Thr Thr Met Ala Val Pro 
50 55 60 

Val Leu Lys Arg Arg Glu Lys Gin Asp Glu Glu Gin Glu Trp Met Gly 
65 70 75 80 

Tyr Leu Ala Pro Glu Lys Leu Glu Val Leu Ala His Leu Glu Pro Trp 
85 90 95 

Ala Glu Ala His Val Leu Pro Leu Leu Lys Pro Ala Glu Glu Ala Trp 
100 105 110 

Gin Pro Ser Asp Met Leu Pro Asp Pro Ala Ala Leu Gly Asp Glu Gly 
115 120 125 

Phe His Asp Ala Cys Arg Glu Leu Arg Ala Arg Ala Al'a Ser Val Pro 
130 135 140 

Asp Ala His Leu Val Cys Leu Val Gly Asn Met lie Thr Glu Glu Ala 
145 150 155 160 

Leu Pro Thr Tyr Gin Ser Val Pro Asn Arg Phe Glu Ala Val Arg Asp 
165 170 175 

Leu Thr Gly Ala Asp Ser Thr Ala Trp Ala Arg Trp lie Arg Gly Trp 
180 185 190 

Ser Ala Glu Glu Asn Arg His Gly Asp Ala Leu Ser His Tyr Met Tyr 
195 200 205 

Leu Ser Gly Arg Val Asp Met Arg Gin Val Asp Arg Thr Val His Arg 
210 215 220 

Leu lie Ala Ser Gly Met Ala Met Asn Ala Ala Arg Ser Pro Tyr His 
225 230 235 240 

Gly Phe lie Tyr Val Ala Phe Gin Glu Arg Ala Thr Ala lie Ser His 
245 250 255 

Gly Asn Met Ala Arg His Val Gly Ala His Gly Asp His Val Leu Ala 
260 265 270 
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Arg Val Cys Gly Ala lie Met Ala Asp Glu Lys Arg His Glu Thr Ala 
275 280 285 



Tyr Thr Arg lie 
290 

Val Arg Ala Leu 
305 

Ala Leu Met Thr 



Ala Ala Ala Gin 
340 

lie Leu Glu His 
355 

Gly Leu Ser Gly 
370 

Pro His Lys lie 
385 

Gin Thr Gin Lys 



Val Ala Lys Leu 
295 

Gly Tyr Met Met 
310 

Asp Gly Arg Asp 
325 

Gin Thr Gly Val 



Leu lie Arg Gin 
360 

Glu Gly Arg Arg 
375 

Arg Arg Met Glu 
390 

Lys Pro Thr Ser 
405 



Phe Glu Val Asp 
300 

Arg His Arg He 
315 

Ala His Leu Tyr 
330 

Tyr Thr Ala Ser 
345 

Trp Arg Val Glu 



Ala Arg Asp Tyr 
380 

Glu Lys Ala His 
395 

Val Pro Phe Ser 
410 



Pro Asp Ala Ala 



Thr Met Pro Ala 
320 

Ala His Tyr Ala 
335 

Asp Tyr Arg Ser 
350 

Glu Leu Ala Ala 
365 

Val Cys Gly Leu 



Asp Arg Ala Ala 
400 

Trp He Phe Asp 
415 



Arg Ser Val Asn Val Val He Pro 
420 



<210> 11 
<211> 1415 
<212> DNA 
<213> Zea mays 



<400> 11 

gcacgagcgg 

gcctcctcca 

cacggcatcg 

cggcaatgcc 

cactcgatgc 

tcgctgctgc 

gactcctcgt 

ctccccgacg 

acgtaccaga 

tgcccctggg 

ctcggcaagt 

cagtacctca 

gtgtacacga 

gccagggcgc 

aagcggcacg 

ggcgccgtgc 

atgcacgacg 

ggcgtgtaca 

ctggagacac 

gggctcgcgc 

gagcccagga 

gttgctaact 



cacgagcggc 
gcgtccggcc 
ccatccgcgc 
gcgtgtctgc 
cgccggagaa 
ctctgctcaa 
ccgagatgtt 
agtacttcgt 
ccatgatcaa 
cggtctggac 
acatgtacct 
tcggctccgg 
gcttccagga 
acggggacga 
agacggcgta 
tcgccgtcgc 
gccgcgacat 
ccgcccggga 
tggagagcgg 
cgaggatgcg 
tggtcaagtt 
gtgatatgtg 



acgagctcgt 
cgtacgccgc 
ccgcgggccg 
ggcggcggtc 
ggcggaggtg 
gcccgtggag 
cgggcacgag 
cgtgctcgtg 
cacgctcgac 
gcgcgcctgg 
atccggccgc 
catggatccc 
gcgcgcgacg 
cgtcctggcg 
cgggcgcatc 
ggacatgatg 
ggacctgttc 
ctacgcggac 
gctctccggc 
ccgggccgcg 
cagctggatc 
ctcagatcat 



gccgcgtcca 
gcagccaacc 
gtggcggcga 
ggcgcgcccg 
ttccgctcgc 
gagtgctggc 
gtccgcgagc 
ggcgacatgg 
ggcgtccgcg 
accgccgagg 
gtcgacatgc 
ggaacggaga 
gccgtctcgc 
cgcgcctgcg 
gtcgagcagc 
cgcaagcgga 
gagcacttcg 
atcgtcgagt 
gagggccgca 
gagcgcgccg 
tttgataggg 
gtcgctagct 



ctccacagtc 
cagcgggcac 
cgcaggcccc 
ccgcgcgcgc 
tggagggctg 
agccggcgga 
tgcgcgcccg 
tcacggaaga 
acgagaccgg 
agaaccgcca 
gcatggtcga 
acaacccgta 
acggcaacac 
gcaccatcgc 
tgctgcagct 
tcaccatgec 
ccgccgtcgc 
tccttgtcaa 
gggccaggga 
aggacagggc 
aagccgttgt 
gtcagtgtct 



acccaccgcc 
gatgcaggcc 
cgcgcgccga 
ccgcgtgacg 
ggcggcgcgg 
cttcctcccg 
cgccgcgggg 
ggcgctgccc 
cgccagcaac 
cggcgacatc 
gaagaccgtc 
cctgggcttc 
cgcgcggctc 
cgccgacgag 
ggacccggag 
cgcgcacctc 
ccagcgcctc 
gcggtggaag 
cttcgtctgc 
caagaaggac 
ttaggcactt 
ttgtcacatt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
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# 



gtgtttatgt gcttgaa^tg ccgtaagagt gtttttttcc tgctattatc acaaaattct 1380 
gcagaaatat atgttctaaa aaaaaaaaaa aaaaa 1415 

<210> 12 
<211> 380 
<212> PRT 
<213> Zea mays 

<400> 12 

Met Gin Ala His Gly lie Ala lie Arg Ala Arg Gly Pro Val Ala Ala 
1 5 10 15 

Thr Gin Ala Pro Ala Arg Arg Arg Gin Cys Arg Val Ser Ala Ala Ala 
20 25 30 

Val Gly Ala Pro Ala Ala Arg Ala Arg Val Thr His Ser Met Pro Pro 
35 40 45 

Glu Lys Ala Glu Val Phe Arg Ser Leu Glu Gly Trp Ala Ala Arg Ser 
50 55 60 

Leu Leu Pro Leu Leu Lys Pro Val Glu Glu Cys Trp Gin Pro Ala Asp 
65 70 .75 80 

Phe Leu Pro Asp Ser Ser Ser Glu Met Phe Gly His Glu Val Arg Glu 
85 90 95 

Leu Arg Ala Arg Ala Ala Gly Leu Pro Asp Glu Tyr Phe Val Val Leu 
100 105 110 

Val Gly Asp Met Val Thr Glu Glu Ala Leu Pro Thr Tyr Gin Thr Met 
115 120 125 

lie Asn Thr Leu Asp Gly Val Arg Asp Glu Thr Gly Ala Ser Asn Cys 
130 135 140 

Pro Trp Ala Val Trp Thr Arg Ala Trp Thr Ala Glu Glu Asn Arg His 
145 150 155 160 

Gly Asp lie Leu Gly Lys Tyr Met Tyr Leu Ser Gly Arg Val Asp Met 
165 170 175 

Arg Met Val Glu Lys Thr . Val Gin Tyr Leu lie Gly Ser Gly Met Asp 
180 185 190 

Pro Gly Thr Glu Asn Asn Pro Tyr Leu Gly Phe Val Tyr Thr Ser Phe 
195 200 205 

Gin Glu Arg Ala Thr Ala Val Ser His Gly Asn Thr Ala Arg Leu Ala 
210 215 220 

Arg Ala His Gly Asp Asp Val Leu Ala Arg Ala Cys Gly Thr lie Ala 
225 230 235 240 

Ala Asp Glu Lys Arg His Glu Thr Ala Tyr Gly Arg lie Val Glu Gin 
245 250 255 

Leu Leu Gin Leu Asp Pro Glu Gly Ala Val Leu Ala Val Ala Asp Met 
260 265 270 
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( 



Met Arg Lys Arg 
275 

Asp Met Asp Leu 
290 

Val Tyr Thr Ala 
305 

Arg Trp Lys Leu 



Arg Ala Arg Asp 
340 

Ala Glu Arg Ala 
355 

Lys Phe Ser Trp 
370 



lie Thr Met Pro 
280 

Phe Glu His Phe 
295 

Arg Asp Tyr Ala 
310 

Glu Thr Leu Glu 
325 

Phe Val Cys Gly 



Glu Asp Arg Ala 
360 

lie Phe Asp Arg 
375 



Ala . His Leu Met 



Ala Ala Val Ala 
300 

Asp lie Val Glu 
315 

Ser Gly Leu Ser 
330 

Leu Ala Pro Arg 
345 

Lys Lys Asp Glu 



Glu Ala Val Val 
380 



His Asp Gly Arg 
285 

Gin Arg Leu Gly 



Phe Leu Val Lys 
320 

Gly Glu Gly Arg 

■ 335 

Met Arg Arg Ala 
350 

Pro Arg Met Val 
365 



<210> 13 
<211> 773 
<212> DNA 

<213> Oryza sativa 



<400> 13 

gcaccaggta 

tcatccgctc 

cggcgttcca 

cgcgagggca 

agcggcacga 

ccggcgtgcg 

tctccgacgg 

ggacgtacac 

tggaggagct 

agctgccgca 

agaagaagcc 

tgccctaatt 

aaaaaaaaaa 



cctctccggc 
cggcatggcc 
ggagcgcgcc 
cggcgacgcc 
ggccgcctac 
cgcggtggcg 
ccgccgcgac 
ggtgtcggac 
cgcggcgggg 
gaagatccgg 
catcagcatc 
taattaaaaa 
aaaaaaaaaa 



cgcttcgaca 
gtcgacccgc 
acggcggtcg 
gccctcgccc 
acccgcatcg 
cgcatgctac 
gacctctacg 
tactgctcca 
ctctccggcg 
aggatgaagg 
ccgattaatt 
aaaaaaaaaa 
aaaaaaaaaa 



tggccgaggt 
cgtgcagccc 
cccacggcaa 
gcgtctgcgg 
tctccaggct 
ggcgaggggt 
cctgcgtcgt 
tcgtcgagca 
aagggcggcg 
agaaggccca 
ggatatttga 
aaaaaaaaaa 
aaaaaaaaaa 



ggagcgcgcc 
gtaccacgcc 
cacggcgcgg 
caccgtcgcc 
cctcgaggcc 
cgccatgccg 
gtccctcgcc 
cctggtgcgg 
cgcgcgggac 
tgagagggcg 
taggcacgtc 
aaaaaaaaaa 
aaaaaaaaaa 



gtgcaccgcc 
ttcgtctaca 
ctggtcggcg 
gccgacgaga 
gacccggacg 
acctcgccca 
gagcaggccg 
gagtggcgcg 
tacgtgtgcg 
gtcaaggccc 
agtgtcatgc 
aaaaaaaaaa 
aaa 



60 
120 
180 
240 
300 
360 
420 
4 80 
540 
600 
660 
720 
773 



<210> 14 
<211> 219 
<212> PRT 

<213> Oryza sativa 
<400> 14 

Tyr Leu Ser Gly Arg Phe Asp Met Ala Glu Val Glu Arg Ala Val His 
15 10 15 

Arg Leu lie Arg Ser Gly Met Ala Val Asp Pro Pro Cys Ser Pro Tyr 
20 25 30 



His Ala Phe Val Tyr Thr Ala Phe Gin Glu Arg Ala Thr Ala Val Ala 
35 40 45 
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His Gly Asn Thr Ala Arg Leu Val Gly Ala Arg Gly His Gly Asp Ala 
50 55 60 



Ala Leu Ala Arg 
65 

Glu Ala Ala Tyr 



Asp Ala Gly Val 
100 

Met Pro Thr Ser 
115 

Cys Val Val Ser 
130 

Tyr Cys Ser lie 
145 

Leu Ala Ala Gly 



Cys Glu Leu Pro 
180 

Arg Ala Val Lys 
195 

lie Phe Asp Arg 
210 



Val Cys Gly Thr 
70 

Thr Arg lie Val 
85 

Arg Ala Val Ala 



Pro lie Ser Asp 
120 

Leu Ala Glu Gin 
135 

Val Glu His Leu 
150 

Leu Ser Gly Glu 
165 

Gin Lys lie Arg 



Ala Gin Lys Lys 
200 

His Val Ser Val 
215 



Val Ala Ala Asp 
75 

Ser Arg Leu Leu 
90 

Arg Met Leu Arg 
105 

Gly Arg Arg Asp 



Ala Gly Thr Tyr 
140 

Val Arg Glu Trp 
155 

Gly Arg Arg Ala 
170 

Arg Met Lys Glu 
185 

Pro lie Ser lie 



Met Leu Pro 



Glu Lys Arg His 
80 

Glu Ala Asp Pro 
95 

Arg Gly Val Ala 
110 

Asp Leu Tyr Ala 
125 

Thr Val Ser Asp 



Arg Val Glu Glu 
160 

Arg Asp Tyr Val 
175 

Lys Ala His Glu 
190 

Pro lie Asn Trp 
205 



<210> 15 

<211> 1318 

<212> DNA 

<213> Oryza sativa 



<400> 15 

gcacgagaac 

gaaccgtgcg 

tgtccgcggc 

actcgatgcc 

cgctgctgcc 

actcgt cgt c 

tccccgacga 

cgtaccagac 

gcccctgggc 

tcggcaagta 

agtacctcat 

tgtacaccag 

ccagggcgca 

agcggcacga 

gcgccatgct 

tgcacgacgg 

acgtctacac 

tggagaccct 

ggctcgcgaa 

agcagaggaa 



tagctactgt 
tgtcagtggc 
ggtgctgacg 
gccggagaag 
gctgctcaag 
ggagatgttc 
gtacttcgtc 
catgatcaac 
cgtctggacg 
catgtacctc 
cggctccggc 
cttccaggag 
cggggacgac 
gacggcgtac 
cgccatcgcc 
ccgcgacatg 
cgcgcgcgac 
ggagactggg 
gaggatgcgg 
ggtcaagttc 



agttgactga 
tgcggcgcgg 
gccgcggaga 
gcggaggtgt 
cccgtggagg 
gagcaccagg 
gtgctggtcg 
acgctcgacg 
cgcacctgga 
tccggccgcg 
atggatccgg 
cgcgcgacgg 
gtcctggcgc 
gggcgcatcg 
gacatgatgc 
aacctgttcg 
tacgccgaca 
ctctccggcg 
cgggccgcgg 
agctggatct 



cagtgatagt 
tggtggcgcc 
cggcgacggc 
tccggtcgct 
agtgctggca 
tccacgagct 
gggacatgat 
gcgtccgcga 
ccgccgagga 
tcgacatgcg 
ggacggagaa 
ccgtgtcgca 
gcacctgcgg 
tggagcagct 
acaagcggat 
accacttcgc 
tcgtcgagtt 
agggccggag 
agcgggctga 
atgataggga 
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ggcagtcatg 
ctcgcgccgg 
gacgcggcgc 
ggaagggtgg 
gccgacggac 
ccgcgcgcgc 
taccgaggag 
cgagaccggc 
gaaccgccac 
catggtcgag 
caacccgtac 
cgggaacacg 
caccatcgcc 
gctgcggctc 
caccatgccc 
cgccgtggcg 
cctcgtcaag 
ggcccgggac 
ggacagggct 
agtgattgtc 



caggtcgtgg 
cagtgccgcg 
cgcgtgacgc 
gcgaggtcgt 
ttcctgccgg 
gccgcggggc 
gcgctgccga 
gccagcgcct 
ggcgacatcc 
aagaccgtcc 
ctggggttcg 
gcgcgcctcg 
gccgacgaga 
gacccggacg 
gcgcacctca 
cagcgcctca 
cggtggaagc 
ttcgtgtgcg 
aagaaggatg 
tagtttaact 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 



tgtcttggtt gaattctgaa ttcccagtcc tagatgatca tgccatttcg ttatcatctc 1260 
tgttcttgtg ttctctttgc aatgcagtaa attggtaata aaaaaaaaaa aaaaaaaa 1318 



<210> 16 
<211> 381 
<212> PRT 

<213> Oryza sativa 
<400> 16 

Met Gin Val Val Gly Thr Val Arg Val Ser Gly Cys Gly Ala Val Val 
15 10 15 

Ala Pro Ser Arg Arg Gin Cys Arg Val Ser Ala Ala Val Leu Thr Ala 
20 25 30 

Ala Glu Thr Ala Thr Ala Thr Arg Arg Arg Val Thr His Ser Met Pro 
35 40 45 

Pro Glu Lys Ala Glu Val Phe Arg Ser Leu Glu Gly Trp Ala Arg Ser 
50 55 60 

Ser Leu Leu Pro Leu Leu Lys Pro Val Glu Glu Cys Trp Gin Pro Thr 
65 70 75 ' 80 

Asp Phe Leu Pro Asp Ser Ser Ser Glu Met Phe Glu His Gin Val His 
85 90 95 

Glu Leu Arg Ala Arg Ala Ala Gly Leu Pro Asp Glu Tyr Phe Val Val 
100 105 110 

Leu Val Gly Asp Met lie Thr Glu Glu Ala Leu Pro Thr Tyr Gin Thr 
115 120 125 

Met lie Asn Thr Leu Asp Gly Val Arg Asp Glu Thr Gly Ala Ser Ala 
130 135 140 

Cys Pro Trp Ala Val Trp Thr Arg Thr Trp Thr Ala Glu Glu Asn Arg 
145 150 155 160 

His Gly Asp lie Leu Gly Lys Tyr Met Tyr Leu Ser Gly Arg Val Asp 
165 170 175 

Met Arg Met Val Glu Lys Thr Val Gin Tyr Leu He Gly Ser Gly Met 
180 185 190 

Asp Pro Gly Thr Glu Asn Asn Pro Tyr Leu Gly Phe Val Tyr Thr Ser 
195 200 205 

Phe Gin Glu Arg Ala Thr Ala Val Ser His Gly Asn Thr Ala Arg Leu 
210 215 220 

Ala Arg Ala His Gly Asp Asp Val Leu Ala Arg Thr Cys Gly Thr He 
225 230 235 240 

Ala Ala Asp Glu Lys Arg His Glu Thr Ala Tyr Gly Arg He Val Glu 
245 250 255 

Gin Leu Leu Arg Leu Asp Pro Asp Gly Ala Met Leu Ala lie Ala Asp 
260 265 270 
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Met Met His Lys Arg lie Thr Met Pro Ala His Leu Met His Asp Gly 
275 280 285 

Arg Asp Met Asn Leu Phe Asp His Phe Ala Ala Val Ala Gin Arg Leu 
290 295 300 

Asn Val Tyr Thr Ala Arg Asp Tyr Ala Asp lie Val Glu Phe Leu Val 
305 310 315 320 

Lys Arg Trp Lys Leu Glu Thr Leu Glu Thr Gly Leu Ser Gly Glu Gly 
325 330 335 

Arg Arg Ala Arg Asp Phe Val Cys Gly Leu Ala Lys Arg Met Arg Arg 
340 345 350 

Ala Ala Glu Arg Ala Glu Asp Arg Ala Lys Lys Asp Glu Gin Arg Lys 
355 360 365 

Val Lys Phe Ser Trp lie Tyr Asp Arg Glu Val lie Val 
370 375 380 



<210> 17 
<211> 384 
<212> PRT 

<213> Lupinus luteus 
<400> 17 

Met Gin lie Gin Thr Cys Tyr Ser lie Arg lie Gin lie Leu Pro Leu 
15 10 15 

Pro Trp Ala Arg Arg Thr Gly Arg His Lys Met Leu Pro Pro lie Ala 
20 25 30 

Ala lie Ser Ala Thr Pro Pro Ser Leu Lys Ser Pro Lys Thr His Ser 
35 40 45 

Met Pro Pro Glu Lys lie Glu lie Phe Lys Ser Leu Glu Ser Trp Ala 
50 55 60 

Ser Gin Ser Val Leu Pro Leu Leu Lys Pro Val Glu Gin Cys Trp Gin 
65 70 75 80 

Pro Gin Glu Phe Val Pro Asp Ser Ser Leu Pro Phe Gly Asp Phe Thr 
85 90 95 

Asp Gin Val Lys Ala Leu Arg Asp Arg Thr Ala Glu Leu Pro Glu Glu 
100 105 110 

Tyr Phe Val Val Leu Val Gly Asp Met lie Thr Glu Asp Ala Leu Pro 
115 120 125 

Thr Tyr Gin Ser Met lie Asn Asn Leu Asp Gly Val Arg Asp Glu Thr 
130 135 140 

Gly Ser Ser Pro Ser Pro Trp Ala Leu Trp Thr Arg Ala Trp Thr Ala 
145 150 155 160 
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Glu Glu Lys Arg His Gly Asp Leu Leu Arg Thr Tyr Leu Tyr Leu Ser 
165 170 175 



Gly Arg Val Asp Met Lys Lys lie Glu Lys Thr Val Gin Tyr Leu lie 
180 185 190 

Gly Ser Gly Met Asp Pro Gly Thr Glu Asn Asn Pro Tyr Leu Gly Phe 
195 200 205 

Val Tyr Thr Ser Phe Gin Glu Arg Ala Thr Phe Val Ser His Gly Asn 
210 215 220. 

Thr Ala Arg Leu Ala Lys Glu Gly Gly Asp Pro Val Leu Ala Arg lie 
225 230 235 240 

Cys Gly Thr lie Ala Ala Asp Glu Lys Arg His Glu Asn Ala Tyr Ser 
245 250 255 

Arg lie Val Glu Lys Leu Leu Glu Leu Asp Pro Thr Gly Ala Met Val 
260 265 270 

Ala lie Gly Asp Met Met Gin Lys Lys lie Thr Met Pro Ala His Leu 
275 280 285 

Met Tyr Asp Gly Glu Asp Pro Lys Leu Phe Asp His Phe Ser Ala Val 
290 295 300 

Ala Gin Arg Met Gly Val Tyr Thr Ala Asn Asp Tyr Ala Asp lie Leu 
305 310 315 320 

Glu Phe Leu lie Gly Arg Trp Arg Leu Glu Lys Val Gin Asp Leu Lys 
325 330 335 

Asp Glu Gly Lys Lys Ala Gin Asp Phe Val Cys Gly Leu Ala Pro Arg 
340 345 350 

lie Arg Arg Leu Gin Glu Arg Ala Asp Glu Arg Ala Arg Lys Met Lys 
355 360 365 

Pro His Ala Val Lys Phe Ser Trp lie Phe Asn Lys Glu lie lie Leu 
370 375 380 



<210> 18 
<211> 396 
<212> PRT 

<213> Cucumis sativus 
<400> 18 

Met Ala Leu Lys Phe His Pro Leu Thr Ser Gin Ser Pro Lys. Leu Pro 
15 10 15 

Ser Phe Arg Met Pro Gin Leu Ala Ser Leu Arg Ser Pro Lys Phe Val 
20 25 30 

Met Ala Ser Thr Leu Arg Ser Thr Ser Arg Glu Val Glu Thr Leu Lys 
35 40 45 

Lys Pro Phe Met Pro Pro Arg Glu Val His Leu Gin Val Thr His Ser 
50 55 60 
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Met Pro Pro Gin 
65 

Glu Glu Asn Leu 



Pro Gin Asp Phe 
100 

Val Arg Glu Leu 
115 

Val Val Leu Val 
130 

Gin Thr Met Leu 
145 

Ser Pro Thr Pro 



Asn Arg His Gly 
180 

Val Asp Met Arg 
195 

Gly Met Asp Pro 
210 

Thr Ser Phe Gin 
225 

Arg Leu Ala Lys 



Thr lie Thr Ala 
260 

Val Glu Lys Leu 
275 

Glu Glu Met Met 
290 

Asp Gly Arg Asp 
305 

Arg Leu Gly Val 



Leu Val Gly Arg 
340 

Gly Gin Lys Ala 
355 

Lys Leu Glu Glu 
370 



Lys Met Glu lie 
70 

Leu Val His Leu 
85 

Leu Pro Asp Ser 



Arg Glu Arg Ala 
120 

Gly Asp Met lie 
135 

Asn Thr Leu Asp 
150 

Trp Ala lie Trp 
165 

Asp Leu Leu Asn 



Gin Val Glu Lys 
200 

Arg Thr Glu Asn 
215 

Glu Arg Ala Thr 
230 

Glu His Gly Asp 
245 

Asp Glu Lys Arg 



Phe Glu lie Asp 
280 

Arg Lys Lys Val 
295 

Asp Asn Leu Phe 
310 

Tyr Thr Ala Lys 
325 

Trp Lys Val Glu 



Gin Asp Tyr Val 
360 

Arg Ala Gin Gly 
375 



Phe Lys Ser Leu 
75 

Lys Pro Val Glu 
90 

Ala Phe Glu Gly 
105 

Lys Glu Leu Pro 



Thr Glu Glu Ala 
140 

Gly Val Arg Asp 
155 

Thr Arg Ala Trp 
170 

Lys Tyr Leu Tyr 
185 

Thr lie Gin Tyr 



Asn Pro Tyr Leu 
220 

Phe He Ser His 
235 

He Lys Leu Ala 
250 

His Glu Thr Ala 
265 

Pro Glu Gly Thr 



Ser Met Pro Ala 
300 

His His Phe Ser 
315 

Asp Tyr Ala Asp 
330 

Ser Leu Thr Gly 
345 

Cys Ala Leu Pro 

Arg Ala Lys Glu 
380 
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Glu Asp Trp Ala 
80 

Arg Cys Trp Gin 
95 

Phe His Glu Gin 
110 

Asp Glu Tyr Phe 
125 

Leu Pro Thr Tyr 



Glu Thr Gly Ala 
160 

Thr Ala Glu Glu 
175 

Leu Ser "Gly Arg 
190 

Leu He Gly Ser 
205 

Gly Phe He Tyr 



Gly Asn Thr Ala 
240 

Gin He Cys Gly 
255 

Tyr Thr Lys He 
270 

Val He Ala Phe 
285 

His Leu Met Tyr 



Ala Val Ala Gin 
320 

He Leu Glu Phe 
335 

Leu Ser Gly Glu 
350 

Ala Arg He Arg 
365 

Gly Pro Thr He 



# 



Pro Phe Ser Trp lie Phe Asp Arg Gin Val Lys Leu 
385 390 395 



<210> 19 
<211>.374 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 19 

Met Pro Ser Pro Ser Thr Phe Leu Ala Ser Arg Pro Arg Gly Pro Ala 
15 10 15 

Lys lie Ser Ala Val Ala Ala Pro Val Arg Pro Ala Leu Lys His Gin 
20 25 30 

Asn Lys lie His Thr Met Pro Pro Glu Lys Met Glu lie Phe Lys Ser 
35 40 45 

Leu Asp Gly Trp Ala Lys Asp Gin lie Leu Pro Leu Leu Lys Pro Val 
50 55 60 

Asp Gin Cys Trp Gin Pro Ala Ser Phe Leu Pro Asp Pro Ala Leu Pro 
65 70 75 80 

Phe Ser Glu Phe Thr Asp Gin Val Arg Glu Leu Arg Glu Arg Thr Ala 
85 90 95 

Ser Leu Pro Asp Glu Tyr Phe Val Val Leu Val Gly Asp Met lie Thr 
100 105 110 

Glu Asp Ala Leu Pro Thr Tyr Gin Thr Met He Asn Thr Leu Asp Gly 
115 120 125 

Val Arg Asp Glu Thr Gly Ala Ser Glu Ser Ala Trp Ala Ser Trp Thr 
130 135 140 

Arg Ala Trp Thr Ala Glu Glu Asn Arg His Gly Asp Leu Leu Arg Thr 
145 150 155 160 

Tyr Leu Tyr Leu Ser Gly Arg Val Asp Met Leu Met Val Glu Arg Thr 
165 170 175 

Val Gin His Leu He Gly Ser Gly Met Asp Pro Gly Thr Glu Asn Asn 
180 185 190 

Pro Tyr Leu Gly Phe Val Tyr Thr Ser Phe Gin Glu Arg Ala Thr Phe 
195 200 205 

Val Ser His Gly Asn Thr Ala Arg Leu Ala Lys Ser Ala Gly Asp Pro 
210 ■ 215 220 

Val Leu Ala Arg He Cys Gly Thr He Ala Ala Asp Glu Lys Arg His 
225 230 235 240 

Glu Asn Ala Tyr Val Arg He Val Glu Lys Leu Leu Glu He Asp Pro 
245 250 255 
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Asn Gly Ala Val Ser Ala Val Ala Asp Met Met Arg Lys Lys lie Thr 
260 265 270 



Met Pro Ala His Leu Met Thr Asp Gly Arg Asp Pro Met Leu Phe Glu 
275 280 285 

His Phe Ser Ala Val Ala Gin Arg Leu Glu Val Tyr Thr Ala Asp Asp 
290 295 300 

Tyr Ala Asp lie Leu Glu Phe Leu Val Gly Arg Trp Arg Leu Glu Lys 
305 310 315 320 

Leu Glu Gly Leu Thr Gly Glu Gly Gin Arg Ala Gin Glu Phe Val Cys 
325 330 335 

Gly Leu Ala Gin Arg lie Arg Arg Leu Gin Glu Arg Ala Asp Glu Arg 
340 345 350 

Ala Lys Lys Leu Lys Lys Thr His Glu Val Cys Phe Ser Trp lie Phe 
355 360 365 

Asp Lys Gin He Ser Val 
370 



<210> 20 
<211> 398 
<212> PRT 

<213> Simmondsia chinensis 
<400> 20 

Met Ala Leu Lys Leu His His Thr Ala Phe Asn Pro Ser Met Ala Val 
15 10 15 

Thr Ser Ser Gly Leu Pro Arg Ser Tyr His Leu Arg Ser His Arg Val 
20 25 30 

Phe Met Ala Ser Ser Thr He Gly He Thr Ser Lys Glu He Pro Asn 
35 40 45 

Ala Lys Lys Pro His Met Pro Pro Arg Glu Ala His Val Gin Lys Thr 
50 55 60 

His Ser Met Pro Pro Gin Lys He Glu He Phe Lys Ser Leu Glu Gly 
65. 70 75 80 

Trp Ala Glu Glu Asn Val Leu Val His Leu Lys Pro Val Glu Lys Cys 
85 90 95 

Trp Gin Pro Gin Asp Phe Leu Pro Asp Pro Ala Ser Glu Gly Phe Met 
100 105 110 

Asp Gin Val Lys Glu Leu Arg Glu Arg Thr Lys Glu He Pro Asp Glu 
115 120 125 

Tyr Leu Val Val Leu Val Gly Asp Met lie Thr Glu Glu Ala Leu Pro 
130 135 140 

Thr Tyr Gin Thr Met Leu Asn Thr Leu Asp Gly Val Arg Asp Glu Thr 
145 150 155 160 
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Gly Ala Ser Leu Thr Ser Trp Ala He Trp Thr Arg Ala Trp Thr Ala 
165 170 175 

Glu Glu Asn Arg His Gly Asp Leu Leu Asn Lys Tyr Leu Tyr Leu Thr 
180 185 190 

Gly Arg Val Asp Met Lys Gin He Glu Lys Thr He Gin Tyr Leu lie 
195 200 205 

Gly Ser Gly Met Asp Pro Arg Ser Glu Asn Asn Pro Tyr Leu Gly Phe 
210 215 220 

He Tyr Thr Ser Phe Gin Glu Arg Ala Thr Phe He Ser His Gly Asn 
225 230 235 240 

Thr Ala Arg Leu Ala Lys Asp His Gly Asp Phe Gin Leu Ala Gin Val 
245 250 255 

Cys Gly He He Ala Ala Asp Glu Lys Arg His Glu Thr Ala Tyr Thr 
260 265 270 

Lys He Val Glu Lys Leu Phe Glu He Asp Pro Asp Gly Ala Val Leu 
275 280 285 

Ala Leu Ala Asp Met Met Arg Lys Lys Val Ser Met Pro Ala His Leu 
290. 295 300 

Met Tyr Asp Gly Lys Asp Asp Asn Leu Phe Glu Asn Tyr Ser Ala Val 
305 310 315 320 

Ala Gin Gin He Gly Val Tyr Thr Ala Lys Asp Tyr Ala Asp He Leu 
'325 330 335 

Glu His Leu Val Asn Arg Trp Lys Val Glu Asn Leu Met Gly Leu Ser 
340 345 350 

Gly Glu Gly His Lys Ala Gin Asp Phe Val Cys Gly Leu Ala Pro Arg 
355 360 365 

He Arg Lys Leu Gly Glu Arg Ala Gin Ser Leu Ser Lys Pro Val Ser 
370 375 380 

Leu Val Pro Phe Ser Trp He Phe Asn Lys Glu Leu Lys Val 
385 390 395 



<210> 21 
<211> 411 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 21 

Met Ala Leu Leu Leu Asn Ser Thr He Thr Val Ala Met Lys Gin Asn 
1 5 10 15 

Pro Leu Val Ala Val Ser Phe Pro Arg Thr Thr Cys Leu Gly Ser Ser 
20 25 30 
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Phe Ser Pro Pro 
35 

Ser Lys Thr Ser 
50 

Glu Val Pro Asn 
65 

lie Phe Lys Ser 



Leu Lys Pro Val 
100 

Thr Asn Asp Glu 
115 

Arg Thr Lys Glu 
130 

Met lie Thr Glu 
145 

Leu Asp Gly Val 



Val Trp Val Arg 
180 

Leu Asn Lys Tyr 
195 

Glu Lys Thr lie 
210 

Glu Asn Asn Pro 
225 

Ala Thr Phe He 



Gly Asp Thr Thr 
260 

Lys Arg His Glu 
275 

He Asp Pro Asp 
290 

Arg He Thr Met 
305 

Leu Phe Asp His 



Ala Thr Asp Tyr 
340 



Arg Leu Leu Arg 
40 

Glu Glu Thr Asp 
55 

Gin Val Thr His 
70 

Met Glu Asn Trp 
85 

Glu Ala Ser Trp 



Asp Arg Phe Tyr 
120 

He Pro Asp Asp 
135 

Glu Ala Leu Pro 
150 

Lys Asp Glu Thr 
165 

Ala Trp Thr Ala 



Leu Tyr Leu Ser 
200 

Gin Tyr Leu He 
215 

Tyr Asn Gly Phe 
230 

Ser His Gly Asn 
245 

Leu Ala Lys He 



Thr Ala Tyr Thr 
280 

Gly Thr Val Gin 

295 

Pro Ala His Leu 
310 

Tyr Ala Ala Val 
325 

Ala Gly He Leu 



Val Ser Cys Val 



Lys Lys Lys Phe 
60 

Thr He Thr Gin 
75 

Ala Gin Glu Asn 
90 

Gin Pro Gin Asp 
105 

Glu Gin Val Lys 



Tyr Phe Val Val 
140 

Thr Tyr Gin Thr 
155 

Gly Gly Ser Leu 
170 

Glu Glu Asn Arg 
185 

Gly Arg Val Asp 



Gly Ser Gly Met 
220 

He Tyr Thr Ser 
235 

Thr Ala Lys Leu 
250 

Cys Gly Thr He 
265 

Arg He Val Glu 



Ala Leu Ala Ser 
300 

Met His Asp Gly 
315 

Ala Gin Arg He 
330 

Glu Phe Leu Leu 
345 



Ala Thr Asn Pro 
45 

Arg Pro He Lys 



Glu Lys Leu Glu 
80 

Leu Leu Ser Tyr 
95 

Phe Leu Pro Glu 
110 

Glu Leu Arg Asp 
125 

Leu Val Gly Asp 



Thr Leu Asn Thr 
160 

Thr Pro Trp Ala 
175 

His Gly Asp Leu 
190 

Met Arg His Val 
205 

Asp Ser Lys Phe 



Phe Gin Glu Arg 
240 

Ala Thr Thr Tyr 
255 

Ala Ala Asp Glu 
270 

Lys Leu Phe Glu 
285 

Met Met Arg Lys 



Arg Asp Asp Asp 
320 

Gly Val Tyr Thr 
335 

Arg Arg Trp Glu 
350 
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+ 



Val Glu Lys Leu 
355 

Asp Tyr Leu Cys 
370 

Ala Asn Asp Arg 
385 

Phe Ser Trp lie 



Gly Met Gly Leu 
360 

Thr Leu Pro Gin 
375 

Val Lys Leu Ala 
390 

Tyr Gly Arg Glu 
405 



Ser Gly Glu Gly 



Arg lie Arg Arg 
380 

Ser Lys Ser Lys 
395 

Val Glu Leu 
410 



Arg Arg Ala Gin 
365 

Leu Glu Glu Arg 



Pro Ser Val Ser 
400 



<210> 22 
<211> 396 
<212> PRT 
<213> Linum usi 

<400> 22 
Met Ala Leu Lys 
1 

Leu Asn Asn Phe 

■ 20 

Ser Thr Phe Asn 
35 

Ser His Gly Pro 
50 

Pro Pro Gin Lys 
65 

Asp Val Leu Leu 



Gin Asp Phe Leu 
100 

Lys Glu Leu Arg 
115 

Val Leu Val Gly 
130 

Thr Met Leu Asn 
145 

Leu Thr Pro Trp 



Arg His Gly Asp 
180 

Asp Met Arg Gin 
195 

Met Asp Pro Lys 
210 



atissimum 



Leu Asn Pro Val 
5 

Ser Ser Arg Ser 



Ser Thr Ser Thr 
40 

Pro Lys Glu Val 
55 

Leu Glu lie Phe 
70 

Pro His Leu Lys 
85 

Pro Glu Pro Glu 



Ala Arg Ala Lys 
120 

Asp Met lie Thr 
135 

Thr Leu Asp Gly 
150 

Ala lie Trp Thr 
165 

Leu Leu Asn Lys 



lie Glu Lys Thr 
200 

Thr Glu Asn Asn 
215 



Thr Thr Phe Pro 
10 

Pro Arg Thr Phe 
25 

Lys Glu Ala Glu 



His Met Gin Val 
60 

Lys Ser Leu Glu 
75 

Pro Val Glu Lys 
90 

Ser Asp Gly Phe 
105 

Glu Leu Pro Asp 



Glu Glu Ala Leu 
140 

Val Arg Asp Glu 
155 

Arg Ala Trp Thr 
170 

Tyr Leu Tyr Leu 
185 

lie Gin Tyr Leu 



Pro Tyr Leu Gly 
220 

21 



Ser Thr Arg Ser 
15 

Leu Met Ala Ala 
30 

Lys Leu Lys Lys 
45 

Thr His Ser Met 



Gly Trp Ala Glu 
80 

Cys Trp Gin Pro 
95 

Glu Glu Gin Val 
110 

Asp Tyr Phe Val 
125 

Pro Thr Tyr Gin 



Thr Gly Ala Ser 
160 

Ala Glu Glu Asn 
175 

Ser Gly Arg Val 
190 

lie Gly Ser Gly 
205 

Phe lie Tyr Thr 



Ser Phe Gin Glu Arg Ala Thr Phe lie Ser His Gly Asn Thr Ala Arg 
225 230 235 240 



Leu Ala Lys Asp 



lie Ala Ala Asp 
260 

Glu Lys Leu Phe 
275 

Asp Met Met Arg 
290 

Gly Glu Asp Asp 
305 

lie Gly Val Tyr 



Val Gly Arg Trp 
340 

Asn Lys Ala Gin 
355 

Leu Glu Glu Arg 
370 

Pro Phe Ser Trp 
385 



His Gly Asp Met 
245 

Glu Lys Arg His 



Glu lie Asp Pro 
280 

Lys Lys lie Ser 
295 

Asn Leu Phe Asp 
310 

Thr Ala Lys Asp 
325 

Lys Val Asp Ala 



Asp Phe Val Cys 
360 

Ala Ala Gly Arg 
375 

lie Phe Ser Arg 
390 



Lys Leu Ala Gin 

250 

Glu Thr Ala Tyr 
265 

Asp Gly Thr Val 



Met Pro Ala His 
300 

Asn Tyr Ser Ser 
315 

Tyr Ala Asp lie 
330 

Phe Thr Gly Leu 
345 

Gly Leu Pro Ala 



Ala Lys Gin Thr 
380 

Glu Leu Val Leu 
395 



He Cys Gly He 
255 

Thr Lys lie Val 
270 

Leu Ala Leu Ala 
285 

Leu Met Tyr Asp 



Val Ala Gin Arg 
320 

Leu Glu Phe Leu 
335 

Ser Gly Glu Gly 
350 

Arg He Arg Lys 
365 

Ser Lys Ser Val 



<210> 23 

<211> 391 

<212> PRT 

<213> Glycine max 



<400> 23 

Met ala Leu Arg 

1 

Gin Met Pro Ser 
20 

Arg Ser Gly Ser 
35 

Pro Arg Glu Val 
50 

He Glu He Phe 
65 

Thr His Leu Lys 



Leu Asn Pro lie 
5 

Leu Arg Ser Pro 



Lys Glu Val Glu 
40 

His Val Gin Val 

55 

Lys Ser Leu Glu 
70 

Pro Val Glu Lys 
85 



Pro Thr Gin Thr 
10 

Arg Phe Arg Met 
25 

Asn He Lys Lys 



Thr His Ser Met 
60 

Asp Trp Ala Asp 
75 

Cys Trp Gin Pro 
90 . 



Phe Ser Leu Pro 
15 

ala Ser Thr Leu 
30 

Pro Phe Thr Pro 
45 

Pro Pro Gin Lys 



Gin Asn He Leu 
80 

Gin Asp Phe Leu 
95 



22 



• 



Pro Asp Pro Ser Ser Asp Gly Phe Glu Glu Gin Val Lys Glu Leu Arg 
100 105 110 

Glu Arg Ala Lys Glu lie Pro Asp Asp Tyr Phe Val Val Leu Val Gly 
115 120 125 

Asp Met lie Thr Glu Glu Ala Leu Pro Thr Tyr Gin Thr Met Leu Asn 
130 135 140 

Thr Leu Asp Gly Val Arg Asp Glu Thr Gly Ala Ser Leu Thr Ser Trp 
145 150 155 160 

Ala lie Trp Thr Arg Ala Trp Thr Ala Glu Glu Asn Arg His Gly Asp 
165 170 175 

Leu Leu Asn Lys Tyr Leu Tyr Leu Ser Gly Arg Val Asp Met Lys Gin 
180 185 190 

lie Glu Lys Thr lie Gin- Tyr Leu lie Gly Ser Gly Met Asp Pro Arg 
195 200 205 

Thr Glu Asn Ser Pro Tyr Leu Gly Phe lie Tyr Thr Ser Phe Gin Glu 
210 215 220 

Arg Ala Thr Phe lie Ser His Gly Asn Thr Ala Arg' Leu Ala Lys Glu 
225 230 235 240 

His Gly Asp lie Lys Leu Ala Gin lie Cys Gly Met lie Ala Ser Asp 
245 250 255 

Glu Lys Arg His Glu Thr Ala Tyr Thr Lys lie Val Glu Lys Leu Phe 
260 265 270 

Glu Val Asp Pro Asp Gly Thr Val Met ala Phe Ala Asp Met Met Arg 
275 280 285 

Lys Lys lie Ala Met Pro Ala His Leu Met Tyr Asp Gly Arg Asp Asp 
290 295 300 

Asn Leu Phe Asp Asn Tyr Ser Ala Val Ala Gin Arg He Gly Val Tyr 
305 310 315 320 

Thr Ala Lys Asp Tyr Ala Asp He Leu Glu Phe Leu Val Gly Arg Trp 
325 330 335 

Lys Val Glu Gin Leu Thr Gly Leu Ser Gly Glu Gly Arg Lys Ala Gin 
340 345 350 

Glu Tyr Val Cys Gly Leu Pro Pro Arg He Arg Arg Leu Glu Glu Arg 
355 360 365 

Ala Gin Ala Arg Gly Lys Glu Ser Ser Thr Leu Lys Phe Ser Trp He 
370 375 380 

His Asp Arg Glu Val Leu Leu 
385 390 



<210> 24 
<211> 80 
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<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: ELVISLIVES complementary 
region of pKS106 and pKS124 

<400> 24 

cggccggagc tggtcatctc gctcatcgtc gagtcggcgg ccgccgactc gacgatgagc 60 
gagatgacca gctccggccg 80 



<210> 25 

<211> 154 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: ELVISLIVES complementary 
region of pKS133 

<400> 25 

cggccggagc tggtcatctc gctcatcgtc gagtcggcgg ccggagctgg tcatctcgct 60 
catcgtcgag tcggcggccg ccgactcgac gatgagcgag atgaccagct ccggccgccg 120 
actcgacgat gagcgagatg accagctccg gccg 154 



<210> 26 

<211> 6611 

<212> DNA 

<213> Plasmid pBS68 

<220> 

<221> Unsure 

<222> (4436) . . (4436) 

<223> n = A, C, G, or T 



<400> 26 

cgcgcctatg 

tcgtggagaa 

tggagaagaa 

tcgagcacta 

acatcttgga 

gggaagcggg 

aacgcgctga 

ttttcaataa 

gctccggccg 

agagtactaa 

cttatatatg 

tgccactttt 

atccgtcgac 

caagacccgt 

caactcagct 

ttcctttgcc 

acagccatcg 

ggctccggat 

gccgtcaacc 

ccgcggcgat 

acaagccaac 

catcgcctcg 



cgggaccatc 
gcttctggaa 
gatcacgatg 
ctccgctgtg 
tttctcgttg 
ccccaggatt 
tgagcgagcg 
agaattgctt 
ccgactcgac 
ataaatgctt 
ccttccgcta 
actagtacgt 
ggcgcgcccg 
ttagaggccc 
tcctttcggg 
ctcggacgag 
gtccagacgg 
cggacgattg 
aagctctgat 
cctgcaagct 
cacggcctcc 
ctccagtcaa 



gcagcggacg 
gtggacccca 
ccggcgcacc 
gcgcagcgca 
acggtgaaga 
tccgtgtgtg 
cgtaagatga 
ttgtgagcgg 
gatgagcgag 
tggttgtacg 
aggccgaatg 
attaattact 
atcatccgga 
caaggggtta 
ctttgttagc 
tgctggggcg 
ccgcgcttct 
cgtcgcatcg 
agagttggtc 
ccggatgcct 
agaagaagat 
tgaccgctgt 



agaagcggca 
ccggggcaat 
ttatgtacga 
taggcgtgta 
ttggagaagc 
ggttgccccc 
agaagcatca 
ccgccgactc 
atgaccagct 
aaatcattac 
caaagaaatt 
acttaatcat 
tatagttcct 
tgctagttat 
agccggatcg 
tcggtttcca 
gcgggcgatt 
accctgcgcc 
aagaccaatg 
ccgctcgaag 
gttggcgacc 
tatgcggcca 

24 



cgagaacgcg 
ggtggccata 
tggggatgac 
caccgccaac 
ttgaaggatt 
gaggattagg 
tgccgttaag 
gacgatgagc 
ccggccgcga 
actaaataaa 
ggttctttct 
ctttgtttac 
cctttcagca 
tgctcagcgg 
atccaagctg 
ctatcggcga 
tgtgtacgcc 
caagctgcat 
cggagcatat 
tagcgcgtct 
tcgtattggg 
ttgtccgtca 



tactcaagaa 
gggaacatga 
cccaggctat 
gactacgcag 
gatgcctgag 
aggttccaag 
ttcagttgga 
gagatgacca. 
cacaagtgt'g 
ataatcaaag 
cgttatcttt 
ggctcattat 
aaaaacccct 
tggcagcagc 
tacctcacta 
gtacttctac 
cgacagtccc 
catcgaaatt 
acgcccggag 
gctgctccat 
aatccccgaa 
ggacattgtt 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 



ggagccgaaa tccgcgtgca cgaggtgccg gacttcgggg cagtcctcgg cccaaagcat 1380 

cagctcatcg agagcctgcg cgacggacgc actgacggtg tcgtccatca cagtttgcca 1440 

gtgatacaca tggggatcag caatcgcgca tatgaaatca cgccatgtag tgtattgacc 1500 

gattccttgc ggtccgaatg ggccgaaccc gctcgtctgg ctaagatcgg ccgcagcgat 1560 

cgcatccata gcctccgcga ccggctgcag aacagcgggc agttcggttt caggcaggtc 1620 

ttgcaacgtg acaccctgtg cacggcggga gatgcaatag gtcaggctct cgctgaattc 1680 

cccaatgtca agcacttccg gaatcgggag cgcggccgat gcaaagtgcc gataaacata 1740 

acgatctttg tagaaaccat cggcgcagct atttacccgc aggacatatc cacgccctcc 1800 

tacatcgaag ctgaaagcac gagattcttc gccctccgag agctgcatca ggtcggagac 1860 

gctgtcgaac ttttcgatca gaaacttctc gacagacgtc gcggtgagtt caggcttttc 1920 

catgggtata tctccttctt aaagttaaac aaaattattt ctagagggaa accgttgtgg 1980 

tctccctata gtgagtcgta ttaatttcgc gggatcgaga tctgatcaac ctgcattaat 2040 

gaatcggcca acgcgcgggg agaggcggtt tgcgtattgg gcgctcttcc gcttcctcgc 2100 

tcactgactc gctgcgctcg gtcgttcggc tgcggcgagc ggtatcagct cactcaaagg 2160 

cggtaatacg gttatccaca gaatcagggg ataacgcagg aaagaacatg tgagcaaaag 2220 

gccagcaaaa ggccaggaac cgtaaaaagg ccgcgttgct ggcgtttttc cataggctcc 2280 

gcccccctga cgagcatcac aaaaatcgac gctcaagtca gaggtggcga aacccgacag 2340 

gactataaag ataccaggcg tttccccctg gaagctccct cgtgcgctct cctgttccga 2400 

ccctgccgct taccggatac ctgtccgcct ttctcccttc gggaagcgtg gcgctttctc 2460 

aatgctcacg ctgtaggtat ctcagttcgg tgtaggtcgt tcgctccaag ctgggctgtg 2520 

tgcacgaacc ccccgttcag cccgaccgct gcgccttatc cggtaactat cgtcttgagt 2580 

ccaacccggt aagacacgac ttatcgccac tggcagcagc cactggtaac aggattagca 2640 

gagcgaggta tgtaggcggt gctacagagt tcttgaagtg gtggcctaac tacggctaca 2700 

ctagaaggac agtatttggt atctgcgctc tgctgaagcc agttaccttc * ggaaaaagag 2760 

ttggtagctc ttgatccggc aaacaaacca ccgctggtag cggtggtttt tttgtttgca 2820 

agcagcagat tacgcgcaga aaaaaaggat ctcaagaaga tcctttgatc ttttctacgg 2880 

ggtctgacgc tcagtggaac gaaaactcac gttaagggat tttggtcatg acattaacct 2940 

ataaaaatag gcgtatcacg aggccctttc gtctcgcgcg tttcggtgat gacggtgaaa 3000 

acctctgaca catgcagctc ccggagacgg tcacagcttg tctgtaagcg gatgccggga 3060 

gcagacaagc ccgtcagggc gcgtcagcgg gtgttggcgg gtgtcggggc tggcttaact 3120 

atgcggcatc agagcagatt gtactgagag tgcaccatat ggacatattg tcgttagaac 3180 

gcggctacaa ttaatacata accttatgta tcatacacat acgatttagg tgacactata 3240 

gaacggcgcg ccaagcttgg atcctcgaag agaagggtta ataacacatt ttttaacatt 3300 

tttaacacaa attttagtta tttaaaaatt tattaaaaaa tttaaaataa gaagaggaac 3360 

tctttaaata aatctaactt acaaaattta tgatttttaa taagttttca ccaataaaaa 3420 

atgtcataaa aatatgttaa aaagtatatt atcaatattc tctttatgat aaataaaaag 3480 

aaaaaaaaaa taaaagttaa gtgaaaatga gattgaagtg actttaggtg tgtataaata 3540 

tatcaacccc gccaacaatt tatttaatcc aaatatattg aagtatatta ttccatagcc 3600 

tttatttatt tatatattta ttatataaaa gctttatttg ttctaggttg ttcatgaaat 3660 

atttttttgg ttttatctcc gttgtaagaa aatcatgtgc tttgtgtcgc cactcactat 3720 

tgcagctttt tcatgcattg gtcagattga cggttgattg tatttttgtt ttttatggtt 3780 

ttgtgttatg acttaagtct tcatctcttt atctcttcat caggtttgat ggttacctaa 3840 

tatggtccat gggtacatgc atggttaaat taggtggcca actttgttgt gaacgataga 3900 

atttttttta tattaagtaa actattttta tattatgaaa taataataaa aaaaatattt 3960 

tatcattatt aacaaaatca tattagttaa tttgttaact ctataataaa agaaatactg 4020 

taacattcac attacatggt aacatctttc caccctttca tttgtttttt gtttgatgac 4080 

tttttttctt gtttaaattt atttcccttc ttttaaattt ggaatacatt atcatcatat 4140 

ataaactaaa atactaaaaa caggattaca caaatgataa ataataacac aaatatttat 4200 

aaatctagct gcaatatatt taaactagct atategatat tgtaaaataa aactagctgc 4260 

attgatactg ataaaaaaat atcatgtgct ttctggactg atgatgcagt atacttttga 4320 

cattgccttt attttatttt tcagaaaagc tttcttagtt ctgggttctt cattatttgt 4380 

ttcccatctc cattgtgaat tgaatcattt gcttcgtgtc acaaatacaa tttagntagg 4440 

tacatgcatt ggtcagattc acggtttatt atgtcatgac ttaagttcat ggtagtacat 4500 

tacctgccac gcatgcatta tattggttag atttgatagg caaatttggt tgtcaacaat 4560 

ataaatataa ataatgtttt tatattacga aataacagtg atcaaaacaa acagttttat 4620 

ctttattaac aagattttgt ttttgtttga tgacgttttt taatgtttac gctttccccc 4680 

ttcttttgaa tttagaacac tttatcatca taaaatcaaa tactaaaaaa attacatatt 4740 

tcataaataa taacacaaat atttttaaaa aatctgaaat aataatgaac aatattacat 4800 

attatcacga aaattcatta ataaaaatat tatataaata aaatgtaata gtagttatat 4860 

gtaggaaaaa agta.ctgcac gcataatata tacaaaaaga ttaaaatgaa ctattataaa 4 920 
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9 



taataacact 
aattaacttc 
aaatatttac 
gcaactagct 
ctgtacttcc 
atcagtctaa 
agtcccgatt 
ccccaagcgg 
tctcgctcat 
cttcagcaag 
agtcccttat 
tgaccgtgat 
cttaaacaac 
tatgtattta 
cccttatgct 
tttgttttct 
gctatgtgtt 
tttgcagcac 
gggagctttg 
attttcaagt 
gagcaatgct 
agccatcagg 
gtgctggtgg 
aaccttgatg 
cgggcctgga 
tctgggaggg 
atggaccctg 
cgagcaacat 
gtgctggcgc 



aaattaatgg 
tatatgtatt 
catctcataa 
agccaaaaag 
tttattcctg 
atatttcatt 
ctcccaacat 
ccggagctgg 
cgtcgagtcg 
taccaatggg 
ttctcatgga 
gaagtgtttg 
cctctaggaa 
gccttcaatg 
cccatatatt 
gtgacttact 
tatggggtgc 
acacactttg 
gcaactatgg 
ccttggaggg 
ggcagccaca 
tgaaggagct 
gtgatatggt 
gagtgaaaga 
ccgccgagga 
ttgacatggc 
ggacagacaa 
ttgtggcgca 

g 



tgaatcatat 
acacacacaa 
gatatttaaa 
agaacacggg 
acgtttttat 
agcacttaat 
tgcttattca 
tcatctcgct 
gcggccgctg 
ttgatgatgt 
aaataagcca 
tcccaaaacc 
gggctgtttc 
tctctggtag 
ctaaccgt ga 
ctctctaccg 
ctttgctcat 
ccttgcctca 
acagagatta 
atgggcctcg 
aaacttcctc 
tcgcgaacgc 
caccgaggac 
tgacagcggc 
aaacagacac 
taaggtcgaa 
caacccatat 
cgggaacacg 



caaaataatg 
ataataaata 
ataatgataa 
tatatataaa 
atcaagtgga 
acttttctgt 
cacaactaac 
catcgtcgag 
agtgattgct 
tgtgggtttg 
tcgccgccat 
aaaatccaaa 
tcttctcgtc 
accctatgat 
gaggcttctg 
tgttgcaacc 
tgtgaacggt 
ttacgattca 
agcggccgca 
gagtgggtcc 
cctgacccct 
actaaagagt 
gcgcttccca 
acgagcccga 
ggggatctgc 
aagaccgtac 
ttggggtttg 
gctcggctcg 



aaaaagtaaa 
atagtaaaaa 
aaatatagat 
aagagtacct 
catacgtgaa 
tttattccta 
taagaaagtc 
tcggcggccg 
cacgagtgtg 
acccttcact 
cactccaaca 
gttgcatggt 
acactcacaa 
agttttgcaa 
at ctatgtct 
ctgaaagggt 
tttcttgtga 
tcagaatggg 
tgcctccaga 
taccgctgct 
cccttccgca 
tacctgatga 
cttaccagac 
gcccgtgggc 
tcagaactta 
attacctcat 
tgtacacgtc 
cgaaggaggg 



taaaatttgt 
aaattatgat 
tattttttat 
ttaaattcta 
gattttaatt 
tcctataagt 
ttccatagcc 
gagctggtca 
gtcaccatgc 
caacactttt 
caggttccct 
tttccaagta 
tagggtggcc 
gccactacca 
ctgatgttgc 
tggtttggct 
ctatcacata 
actggctgaa 
aaagaaagaa 
gaagcccgtg 
tgaagagttc 
gtactttgtg 
catgatcaac 
cgtgtggacc 
tttgtatctc 
ttcagctggc 
attccaagag 
cggggatcca 



4980 
5040 
5100 
5160 
5220 
5280 
5340 
5400 
5460 
5520 
5580 
5640 
5700 
5760 
5820 
5880 
5940 
6000 
6060 
6120 
6180 
6240 
6300 
6360 
6420 
6480 
6540 
6600 
6611 
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